RUNX3 average expression levels in the tumors were compared to that of normal mammary tissue and the patient samples were segregated into two cohorts with higher (High) or lower (Low) than normal expression. Survival analysis was carried out to assess association and hazard ratios and signifi cance are indicated. (a) Individual patient sample from the cohort of 3992 breast cancer patients was subjected to unsupervised hierarchical clustering based on the expression of YAP-signature genes. The four clusters that were generated by Cluster 3.0 software were assessed for the enrichment score of the YAP-signature by ssGSEA. The distribution of the enrichment scores within the four groups (G1 to G4) is plotted. Based on the median expression, the group G1 and G2 are referred as YAP-Signature low and group G3 and G4 are referred as YAP-Signature 
